Background: Array CGH analysis of breast tumors has contributed to the identification of different genomic profiles in these tumors. Loss of DNA repair by BRCA1 functional deficiency in breast cancer has been proposed as a relevant contribution to breast cancer progression for tumors with no germline mutation. Identifying the genomic alterations taking place in BRCA1 not expressing tumors will lead us to a better understanding of the cellular functions affected in this heterogeneous disease. Moreover, specific genomic alterations may contribute to the identification of potential therapeutic targets and offer a more personalized treatment to breast cancer patients. Methods: Forty seven tumors from hereditary breast cancer cases, previously analyzed for BRCA1 expression, and screened for germline BRCA1 and 2 mutations, were analyzed by Array based Comparative Genomic Hybridization (aCGH) using Agilent 4x44K arrays. Overall survival was established for tumors in different clusters using Log-rank (Mantel-Cox) Test. Gene lists obtained from aCGH analysis were analyzed for Gene Ontology enrichment using GOrilla and DAVID tools. Results: Genomic profiling of the tumors showed specific alterations associated to BRCA1 or 2 mutation status, and BRCA1 expression in the tumors, affecting relevant cellular processes. Similar cellular functions were found affected in BRCA1 not expressing and BRCA1 or 2 mutated tumors. Hierarchical clustering classified hereditary breast tumors in four major, groups according to the type and amount of genomic alterations, showing one group with a significantly poor overall survival (p = 0.0221). Within this cluster, deletion of PLEKHO1, GDF11, DARC, DAG1 and CD63 may be associated to the worse outcome of the patients. Conclusions: These results support the fact that BRCA1 lack of expression in tumors should be used as a marker for BRCAness and to select these patients for synthetic lethality approaches such as treatment with PARP inhibitors. In addition, the identification of specific alterations in breast tumors associated with poor survival, immune response or with a BRCAness phenotype will allow the use of a more personalized treatment in these patients.
Background
Breast cancer is the first cause of female death by neoplasm around the world. In Chile, mortality rate due to breast cancer is in first place with 15.5/100.000 women (DEIS, MINSAL 2011). As all cancers, it has been described that breast cancer is driven by several alterations in tumor suppressor genes and oncogenes. Within these alterations, somatic mutations [1] , gene deletion or duplication, and promoter hypermethylation [2] are described as the most frequent mechanisms occurring in cancer, and contributing to neoplastic progression [3, 4] . Mutations or alterations in tumor suppressor genes such as gene or chromosomal deletions can be found at different frequencies between tumors, being possible to find a cancer driver alteration in a low proportion of tumors [4] . Several methodologies, as next generation sequencing and array-CGH, are being used in order to detect and identify these mutations and rearrangements. Comparative genomic hybridization (CGH) and, more recently, array-based CGH have been extensively used in the analysis of gains and losses in tumor DNA [5, 6] . Among the most common genomic alterations described in sporadic and hereditary breast tumors are losses at chromosomes 8p, 11q, 13q and 17p; and gains within chromosomes 1q, 8q, 17q and 20q [7] [8] [9] [10] [11] [12] . Through the years, several groups have intended to associate genomic alterations with different breast tumor characteristics. Regarding hereditary tumors, which are the focus of this study, the main findings relay on the association of genomic instability levels with the presence of BRCA1/2 abnormalities [8, 13, 14] or with immunohistochemical phenotypes [15] . In this sense, tumors with BRCA1/2 mutations, BRCA1 promoter hypermethylation/loss of expression, and "basal like" phenotype are shown to have higher instability. These findings are in coherence with BRCA1 and BRCA2 nuclear role in DNA repair, and support their relevance, not only for cancer predisposition, but also for cancer progression. These studies add important and valuable information to the field, nevertheless the complexity and genetic heterogeneity of breast cancer, and the genetic heterogeneity of worldwide populations, support the need of further studies expanding in the analysis of hereditary tumors.
Loss of BRCA1 expression has been described to be associated frequently to LOH [16] and promoter hypermethylation [13, 16, 17] in sporadic and hereditary cases. Few somatic mutations have been found recently for these genes. More recently, miRNA regulation of BRCA1 mRNA stability appears as a new mechanism contributing to BRCA1 silencing [18] [19] [20] . Interestingly, little has been done investigating genomic profiles in breast cancer tumors in association with BRCA1 expression. These studies have been mainly directed to triple negative sporadic breast cancer tumors [13, 21, 22] .
The aim of the present work is to evaluate the genomic profiles of a Chilean subset of hereditary breast cancer tumors by array-CGH, highlighting the different alterations found in tumors with loss of BRCA1 expression, and in tumors with germline BRCA mutations. In addition, we identified hereditary tumors clusters in groups with different levels of genomic instability, and significant differences in overall survival. We identified particular genomic alterations in BRCA1 not expressing tumors relevant to functions associated with BRCA1/2 mutated tumors.
Methods

Patients and tumors
Families were previously selected from 1999 to 2004 from three health centers in Santiago, using standard criteria for hereditary breast cancer: 1) three women with breast cancer in at least two consecutive generations, 2) two women with breast cancer, one of them diagnosed before age of 41 and 3) at least one woman with breast and one with ovarian cancer [23] . All patients signed a written informed consent for the publication of clinical data and BRCA1 and BRCA2 mutational screening results. This protocol was approved by the Ethics Committee at the Faculty of Medicine, Pontificia Universidad Catolica de Chile. All patients were screened for BRCA1 and BRCA2 germline mutations as described by Gallardo et al [23] . A total of 47 formalinfixed paraffin embedded (FFPE) tumor biopsies from surgically resected breast cancer tissue were collected from these patients. In this study, forty biopsies belong to BRCAX patients (hereditary cases with no BRCA1/2 germline mutations), 3 to BRCA1 patients and 4 to BRCA2 patients.
Immunohistochemistry
The histological type and grade of the tumors were classified according to the World Health Organization. Paraffin sections were processed for the detection of Estrogen Receptor (ER) and HER2 expression by immunohistochemistry at the Anatomo-Pathology department at clinical assessment. Briefly, 4 μm tumor sections were deparaffinized and re-hydrated prior to antigen unmasking with EDTA pH 8.0. Automated immunohistochemical staining was carried out using the BioGenex i 6000™ Automated Staining System and the streptavidin-biotin complex (sABC) peroxidase method with DAB substrate (3, 3'-diaminobenzidine). Presence of ER and HER2 was evaluated using the following antibodies: anti-ER clone 6 F11 (1:40 dilution, Novocastra), and anti-HER2 clone CB11 (1:100 dilution, Novocastra). The interpretation of the slides was done in an independent manner by two pathologists. For ER and PR, positivity was scored as 1 % or more of the examined area positively stained, as established by the American Society of Clinical Oncology and the College of American Pathologists (ASCO/ CAP). For HER2, scores 0 and 1+ indicate negativity and 2+ and 3+ positivity. In addition, we previously performed immunohistochemical detection of BRCA1 for our cohort of hereditary tumors [17] .
DNA extraction
Between 5000 and 10,000 tumor cells were manually microdissected from 5 μm Hematoxilin-Eosin (H&E) breast tumor sections, and collected into a sterile tube. DNA was extracted by Proteinase K digestion (0.4 mg/ml Proteinase K, 1 μM EDTA, 0.02 M Tris, 0.5 % Tween 20) for 48 h at 37°C in a water bath under gentle shaking. After digestion, each DNA was precipitated with ethanol. In order to minimize the interference of polymorphic copy number variants (CNV), we prepared reference DNA from normal cells obtained from H&E sections of healthy lymph node biopsies from 6 of the analyzed BRCAX patients. Extracted DNA was quantified using a NanoDrop spectrophotometer (Thermo Fisher Scientific, DE).
Array CGH
Ten to twenty nanograms of genomic DNA of each sample and reference were amplified with Phi29 DNA polymerase according to the supplier's protocol (GenomiPhi, GE Healthcare). After verification of amplified product in a 0.8 % agarose gel we performed restriction digestion in order to obtain fragmented DNA of a suitable size for hybridization. All digestions were done with both AluI and RsaI for 4 h at 37°C. Labeling reactions were performed with 6-8 μg of purified digested DNA using Bioprime CGH labeling kit (Invitrogen) according to the manufacturer's instructions. The only variation was the extension of the labeling time to 18 h. Test DNA was labeled with Cy3-dUTP and reference DNA with Cy5-dUTP. Samples were then cleaned using MicroBioSpin6 Columns (BioRad) followed by ethanol precipitation. Specific activity of each fluorophore was estimated for all samples using a NanoDrop spectrophotometer (Thermo Fisher Scientific, DE). Equal amounts of test and reference labeled DNA (total volume of 50 μl) were mixed with 5 μg of Human Cot-1 DNA and 2X hybridization buffer (dextran sulfate 10 %, 3X SSC and Tween 20 1.5 %). Samples were hybridized under rotation for 40 h at 65°C using a hybridization oven. Arrays were washed according to supplier's protocol (Agilent Technologies).
Oligonucleotide microarray platform
We used the Agilent oligonucleotide 4x44K microarrays for the array-based CGH analyses. This platform is based on the UCSC hg18 human genome (NCBI Build 36) and consists of 45,000 probes mainly directed to codifying sequences. All probes are 60mer oligonucleotides with an average spatial resolution of 43 Kb.
Analyses
The hybridized microarrays were scanned with a GenePix 4100A scanner (Molecular Devices) and signal processing was done with either Feature Extraction software (Agilent Technologies) or GenePix Pro (Molecular Devices). Raw data was normalized using R package CGHnormaliter from Bioconductor (http://www.bioconductor.org/packages/2.6/bioc/html/CGHnormaliter.html). Deletions and gains were identified with DNA Analytics (Genomic Workbench, Agilent Technologies) using the ADM-1 (Aberration Detection Method-1) algorithm with a log2 ratio filter of 0.2, and a threshold of 4.0.
Availability of data
The dataset supporting the conclusions of this articles is available in the Gene Expression Omnibus repository (http://www.ncbi.nlm.nih.gov/geo, accession number GSE70541)
Hierarchical clustering
Using aberrations called by DNA Analytics we clustered our samples using R 'hclust' function with complete linkage. Every probe in each sample was represented by a nominal variable taking one of three values: loss, unaltered or gain. Then we used Hamming distance to compare samples, that is, we counted the number of probes in which two samples disagree. To avoid false positives induced by noise, we only considered probes that where altered on three or more samples. We examined the resulting hierarchical clustering and we found that the most informative partition was the one in four disjoint groups with similar size. We performed overall survival analysis to 10 years before census using Logrank (Mantel-Cox) Test considering data available from all patients. Statistical significance was considered with a p value <0.05.
Genomic instability of the tumors
For each tumor, total number of losses and gains were determined based upon called aberrations breakpoints identified by ADM-1. Using Student t-test we compared the genomic instability among the four clusters: Blue, Yellow, Green and Purple.
Gene Ontology analyses
We performed ontological analyses with Gorilla [24] and DAVID [25] tools using gene lists obtained from the array-CGH analysis for different hereditary tumor groups: BRCA1 or BRCA2 mutated, BRCA1 not expressing, BRCA1 expressing, and clusters.
Results
We analyzed 47 hereditary breast cancer tumors by array-CGH and found different alterations in relation to BRCA1 and BRCA2 mutation status, and to BRCA1 protein expression.
Tumor features and receptors status are specified in Table 1 . Figure 1 shows a graphical representation of all probes involved in gained or lost regions across all chromosomes, and the number of tumors carrying such alterations; we observed that compared to gains, a greater number of deletions are present in unique tumors revealing heterogeneity at this level. Tables 2 and 3 show a list of losses and gains present in more than 10 % of BRCAX tumors including the most frequent alterations highlighted in bold. In each table, candidate "tumor suppressor genes" or "oncogenes" are indicated. The two most frequent genomic losses are present concomitantly in 9 BRCAX tumors (22.5 % in Table 2 ). It is relevant that 9 tumors have a deletion of two genes previously related to cancer progression such as PLEKHO1 [26] a negative regulator of the mitogenic PI3K/AKT signaling pathway and APH1A [27] which loss of expression has been associated to poor survival in triple negative breast cancer patients [27] . Interestingly, a second group of tumors (15 % in Table 2 ) presented deletions at 9 regions simultaneously, all of them including several genes previously associated to cancer such as PSMB8 [28] , HLA-DMB [29] , SSBP1 [30] and CADM1 [31] .
Genomic losses and gains in BRCAX breast cancer tumors
The most frequent gains found in our BRCAX tumors (Table 3) have been previously observed to be amplified in breast cancer [7, 8, 12] , and contain at least four genes of interest PDE4DIP/Myomegalin [32, 33] , IL19, IL20 [34] [35] [36] and FAIM3 [37] [38] [39] . The gain of these regions is in agreement with the overexpression observed in breast tumors for all these genes. Specially, IL19 has been proposed as a prognostic marker in breast cancer, and its expression is correlated to advanced tumor stage, metastasis, and poor survival [34, 36] . In this way, targeting IL19 could become a good therapy for breast cancer patients.
Specific genomic alterations in hereditary tumors from BRCA1 and BRCA2 mutation carriers
In order to find specific alterations for BRCA1 and BRCA2 mutated tumors, we filtered out all those present in BRCAX tumors. Table 4 shows the genomic losses and gains present only in BRCA1 and BRCA2 tumors, highlighting in bold the genes already associated to cancer. Our analysis showed that DNA samples from BRCA1 and BRCA2 tumors carry common alterations (3/7 tumors), which are mainly deletions. We admit that our sample of seven BRCA1 and 2 germline mutated tumors is small, but we felt important to highlight recurrent genomic alterations, not present in BRCAX tumors, since this has not been described in previous studies. Interestingly, one of these genes, E2F6, acts as a repressor of BRCA1 transcription [40, 41] . The overexpression of this transcriptional repressor in breast tumors may be a relevant mechanism for BRCA1 silencing.
Interestingly, tumors with the same BRCA2 mutation T5 and T50 have a common genomic profile ( Table 4 ). This is in line with a previous study by Alvarez et al [14] , where they show that tumors with the same recurrent mutation in BRCA2 share similar alterations. One alteration in these tumors that caught our attention was the 3 Mb loss in chromosome 4, which comprise at least three genes relevant for tumor suppression: NEK1, POSH and ANX10A (Table 4 ) [42] [43] [44] . These genes participate either in DNA repair and checkpoint control, apoptosis or in the regulation of cell proliferation, adding other crucial targets for cancer progression besides BRCA1 and BRCA2 dependent DNA repair.
In addition to the specific alterations, we found an interesting deletion at 3p12 in three BRCA2 mutated tumors involving the genes for ROBO receptors 1 and 2. These genes encode for receptors of the SLIT/ROBO pathway, demonstrated to promote tumor suppression in breast cancer cell lines by impairing AKT/PI3K signaling [45] . On the other hand, some BRCAX tumors present loss of SLIT2 loci, a ROBO ligand. Both results together strongly suggest that the inactivation of this pathway is necessary for the progression of BRCA2 and BRCAX tumors. In a previous work from our group [46] we found a high percentage of hereditary tumors with loss of SLIT2 protein expression related to the hypermethylation of its promoter. These findings support the relevance of the silencing of the SLIT/ROBO pathway for the progression of hereditary breast cancer.
BRCA1 expression and genomic alterations in hereditary breast tumors
We have previously evaluated BRCA1 protein expression in these tumors through immunohistochemistry [17] . We found twenty four tumors with a negative expression of BRCA1 in the nucleus, two of them carrying a germline BRCA1 mutation. Among the tumors with no BRCA1 mutations and loss of BRCA1 expression, we found 67 % with BRCA1 promoter hypermethylation [17] . In addition, specific analysis of the BRCA1 probes of the array in this study (data not shown) revealed partial or total deletion of BRCA1 in 7 BRCA1 not expressing tumors (29 %) . Since BRCA1 is a relevant driver in breast cancer we analyzed gains and losses in these tumors [8, 14, 15, 22] . Two of these regions, 9q32 and 13q12, have been described also for BRCA1 germline mutated tumors [12, 13] . In relation to this study, 8p22 region with at least six candidate tumor suppressor genes, was found lost in 4/24 BRCA1 not expressing tumors. Downregulation of four of these genes (TUSC3, DLC1, ZDHHC2 and MTUS1) have been described associated to invasiveness and metastasis [47] [48] [49] [50] .
On the other hand a 3.6 Mbp gain in chromosome 12q21.1, including oncogenes LGR5 (leucine-rich repeat containing G protein-coupled receptor 5) and RAB21 (RAB21, member RAS oncogene family), was the most frequent gain found in BRCA1 not expressing tumors. Interestingly, in addition to the 4 genes described before, RAB21 has also been implicated in the invasiveness and metastasis of breast cancer cells in vitro [51] .
Clustering analysis revealed four major groups of hereditary tumors
In order to identify the major rearrangements that characterize different hereditary tumors we clustered our samples into four groups using array CGH data. Figure 2a shows four major groups of tumors characterized by the type of alteration (loss or gain), the amount of alterations, and/or their size. The Blue and Yellow clusters carry mainly deletions that clearly distinguished these tumors. Most of these alterations are shown in Table 2 , and include genes associated to immune response (Blue) and cell cycle regulation (Yellow). The Purple cluster tumors carry mainly gains involving genes associated to migration, invasion and metastasis in breast and other cancers. Finally, the Green cluster is a more heteroge- Interestingly, regarding receptor status and tumor clustering, five of the seven (71.4 %) HER2 positive tumors were grouped in the Purple cluster (Fig. 2a) , and none were contained in the large Green cluster. ER positive tumors instead were distributed equitably along the four groups, as well as BRCA1 not expressing tumors. We performed overall survival analysis using Logrank (Mantel-Cox) Test considering data available from all patients (Fig. 2b) . Analysis of the four groups revealed a significant poor survival at 10 years after surgery, for patients carrying tumors in the yellow cluster (p value = 0.0221).
Gene ontology enrichment
Analysis with GOrilla [24] and DAVID [25] showed different cellular processes affected in different groups of tumors (Table 5 ). In BRCA1/2 mutated and BRCA1 not expressing tumors, both having an impaired DNA double strand break repair, we found common cellular processes affected such as apoptosis, chromatin organization/DNA packaging and transcription. These results suggest that breast cancer tumors with nonfunctional BRCA1, due to any of the mentioned factors, share the impairment of the same cellular processes caused by BRCA1 absence or deficiency.
Considering the four clusters, distinct processes were identified indicating different tumor progression programs (Table 5) . No significant enrichment was found within the green cluster. As previously mentioned, the Yellow cluster showed a poor survival compared to the rest of the tumor clusters. Within the enriched processes affected in these tumors we found two relevant genes, DARC (Duffy antigen receptor for chemokines) and DAG1 (α-Dystroglycan). The loss of expression of these genes has been associated with poor survival of breast cancer patients [52] [53] [54] . This association is probably due to the aggressiveness and metastatic potential that tumor cells acquire in the absence of the function of these genes.
Discussion
We analyzed through array CGH the genomic profile of 47 biopsies, from hereditary breast cancer patients, 40 from BRCAX patients, 3 from BRCA1 and 4 from BRCA2 mutation carriers (Table 1 ). To our knowledge this is the first study on genomic alterations, gene functions and molecular pathways involved in hereditary breast cancer tumors, in a Latin American population. The relevance of this study is based on the influence of Genetics and Environment as two key factors in cancer progression.
We found several chromosomal alterations with low frequency in hereditary breast cancer tumors, Most frequent losses in BRCAX tumors are highlighted in bold revealing high inter-tumor heterogeneity at the genomic level. As stated in results, the higher frequency of deletions or gains was 22.5 % among BRCAX tumors. Within the identified alterations in BRCAX tumors, several regions have been previously identified in similar studies for non-BRCA1/2 familial cancer, such as loss in 11q and 16q, and gains in 1q and 8q [14, 55] .
In relation to tumors with BRCA1/2 germline mutations, frequency of recurrent alterations rises to 75 % within BRCA2 tumors, and 66 % within BRCA1 tumors. In addition to the most recurrent alterations, our work describes the presence of genomic alterations present only in the BRCA1/2 mutated tumors. Previous reports have described common alterations in BRCA1 and BRCA2 tumors [8, 13, 14, 55] , that are also present in sporadic or familial BRCAX tumors, although in a lower frequency. Within the regions described in the literature, loss of 4q, 3p, 12q in BRCA1 tumors, and loss of 11q and 13q for BRCA2 are recurrent. In our tumors all the previous alterations were found, being loss of 4q and 11q present only in our BRCA mutated tumors. Among the regions described as altered for BRCA1/2 tumors in our study we found several genes that have been previously associated with relevant cellular processes such as DNA repair, cell growth and apoptosis.
Clustering of hereditary tumors using genomic alterations revealed that the tumors of the Yellow cluster Most frequent gains in BRCAX tumors are highlighted in bold have significant poor overall survival compared to the rest of the groups (Fig. 2b) . In this relation, DARC and DAG1 genes, contained in the frequent genomic losses in the Yellow cluster, have been previously associated to poor survival. DAG1 encodes α-Dystroglycan, a highly relevant glycoprotein that binds to laminin maintaining the correct organization of epithelial tissues [56] . On the other hand, DARC as a chemokine receptor has a major role in inflammation, a process commonly present during invasion of tumor cells. In this sense, the loss of expression of these two genes associated to a poor prognosis, maybe due to a higher incidence of metastasis in these patients [52] [53] [54] . In addition, as described in results the Yellow cluster present frequent a loss of PLE-KHO1 and GDF11 genes, regulators of PI3K/AKT and EGF signaling, respectively. These two pathways have been extensively cited as highly activated in triple negative breast cancer tumors, which are well known for having a poor overall survival with respect to other breast cancer subtypes [57] . The contribution of the activation of PI3K/AKT and EGF pathways to poor survival has been related to the lower response and/or resistance to chemotherapy observed in patients [58, 59] . Finally, we also found loss of CD63 (member of the tetraspanin family), an event previously associated to advanced stages of melanoma [60] . The involvement of CD63 in cancer metastasis and its loss in tumors described in this study, is in concordance with a poorer overall survival of patients in the yellow cluster. The Blue cluster have also interesting features, since losses found in this group involve genes related to the processing and presentation of immunogenic peptides, which are frequently downregulated in different types of cancer (Cluster analysis section in Results). Downregulation of these genes affect peptide characteristics and their transport to the endoplasmic reticulum for its binding by MHC class I proteins. In this regard, tumors presenting these deletions will have a possibility for treatment with specific immunotherapy. We found significant differences in the number of alterations between clusters, having the Green cluster the lower instability compared with Blue, Yellow and Purple clusters. A previous work by Stefansson et al [13] analyzed 29 tumors defined as "with BRCA alterations" (BRCA1/2 mutation or BRCA1 hypermethylation/loss of expression) compared to 38 sporadic tumors without any BRCA alteration. These authors described 4 clusters of tumors, three of which present a high instability, like in our study. Among those three clusters, two were enriched in BRCA altered tumors presenting mainly big size losses. This is consistent with our results, since the Yellow cluster (6 tumors) having high genomic instability and characterized mainly by losses, is enriched in BRCA1 and BRCA2 mutated tumors (3/6 tumors). In addition to this concordance with Stefansson's results, regarding hereditary BRCA1 or 2 deficient tumors, we added to the knowledge the fact that this instable BRCA-enriched cluster has a poor overall survival, as mentioned in the previous paragraph. Our results in In bold are highlighted cancer associated genes found in genomic losses and gains present only in BRCA1 and BRCA2 tumors hereditary tumors are also consistent with Fridlyand et al [11] , who described three groups of sporadic breast cancer tumors with differences in CNA number and type, and with survival. Although we found in our tumors, genomic alterations previously described in the literature, these are present in a low proportion of tumors. In addition, it comes to our attention that tumors of the Green cluster, gathering almost half of our hereditary tumors, have a low number of alterations. Latin American populations, like the one in this study, constitute an admixture of Spanish and Amerindian individuals, being genetically different from breast cancer cases frequently analyzed in similar studies. These ethnic differences in conjunction with environmental factors may lead into differences in the molecular mechanisms of cancer progression among populations.
In our study, we included different pathological subtypes such as ductal and lobular in situ and invasive carcinomas. According to our results, these carcinomas are distributed across all clusters, indicating that in situ diseases are as heterogeneous as, and behave similar to, the invasive tumors.
BRCA1 silencing in sporadic and hereditary tumors have been described in the last years to be a relevant mechanism associated to breast cancer progression in patients with no germline mutation [16, 17] . In our study, small groups of BRCA1 not expressing tumors share common genomic alterations though the majority of tumors do not have the same genes affected. Nonetheless, the relevant cellular processes highlighted for these tumors revealed that the affected genes, although different, involve the same molecular pathways. This observation is in agreement with previous reports describing core affected pathways in pancreatic cancer [61, 62] . In addition, we identified genomic alterations and cellular processes shared by BRCA1 mutated and BRCA1 not expressing tumors. This is in line with the fact that some tumors, lacking germline mutations in BRCA1 show a BRCAness phenotype, implying that they could have a cancer progression program similar to BRCA1 mutated tumors.
The results obtained for BRCA1 not expressing tumors suggest a more relevant contribution of BRCA1 functional deficiency to the general genomic instability of the tumors than to the development of specific alterations. As observed, none of the tumor clusters are characterized by a particular BRCA1 expression status, but they do carry common alterations (Fig. 2a) . This evidence may reflect that the consequences of BRCA1 functional deficiency depend on the genetic background of the tumors, the mechanism of inactivation, or the moment at which this event occurs. Moreover, it is necessary to determine whether other alterations of BRCA1 function, such as cytoplasmic retention, somatic mutations or post-translational regulation by miRNAs may contribute to the particular genomic profiles observed in each cluster.
Array CGH have been used in recent years to get relevant information for clinical trials. Two prospective trials, SAFIR01 and MOSCATO, intend to destine patients to different targeted therapies depending on genomic gains and somatic mutations affecting relevant targets for therapy. In these studies, amplifications of low recurrence involving genes such as EGFR, FGFR and FGF ligands, AKT, PIK3CA and IGF1R are suitable markers for 
BRCA1 not expressing
Alpha aminoacid metabolic/biosynthetic processes, Protein citrullination and Citrulline metabolism, Proteolysis, Transcription, Chromosome segregation and chromatin organization, Apoptosis
BRCA1 expressing No enrichment was found
Blue cluster Antigen processing and presentation (13 GO Terms), Intracellular transport
Yellow cluster
Cytokine signaling, Collagen metabolic processes and Extracellular matrix organization
Purple cluster
Calcium-independent cell-cell adhesion
Green cluster
No enrichment was found moderate or good antitumor response (stable disease or remission) to specific inhibitor for these pathways. In our study (data not shown), amplification of AKT, PIK3CA and FGF receptors and ligands were observed in BRCA1 not expressing tumors, opening a new therapeutic opportunity for tumors with a BRCAness phenotype. In this relation, it has already been demonstrated in triple negative breast cancer cell lines, that combining PI3K and EGFR inhibitors produces a better response than each inhibitor alone [63] becoming a promising strategy for BRCAness tumors treatment. In addition, a group of our tumors (Yellow cluster) exhibit deletions of PLEKHO1 and GDF11, which products regulate PI3K and EGF signaling pathways. Patients carrying this type of tumors, showing a poor overall survival, could be good candidates for the combined therapy mentioned before. These therapies may bring an alternative treatment to patients carrying BRCAness tumors, or could be used in combination with PARP inhibitors.
Conclusion
Our results support the fact that BRCA1 expression in tumors should be used as a marker for BRCAness and for selection of these patients for synthetic lethality approaches such as treatment with PARP inhibitors. In addition, the identification of specific alterations in breast tumors associated with poor survival, immune response or with a BRCAness phenotype will allow the use of a more personalized treatment in these patients. 
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